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RESULTS
Using BLAST, I found that the Genscan predicted protein sequence is most closely aligned to the CG11426 gene in 
Drosophila melanogaster. The E Value shown below is close to 0, indicating a strong alignment.
The FlyBase Gene Record Finder revealed that the CG11426 gene has only 1 isoform with only 1 exon (coding 
sequence). It also predicts that the gene is on the positive DNA strand meaning it will be translated from left to 
right across the genome browser.
The BLAST alignment shown below predicted that the analogue in D. ananassae starts at nucleotide 20,392 and 
ends at nucleotide 21,429 and is located in frame +1.
This was confirmed using the genome browser (shown below). In frame +1 on the positive DNA strand (the top 
row) there is a start codon (green) at nucleotides 20,392-20,394 and a stop codon (red) at nucleotides 21,427-
21,429. There are also no stop codons in this frame that would interrupt the translation.
In conclusion our data suggests that the region of the genome of 
Drosophila ananassae corresponds to the CG11426 gene in 
Drosophila melanogaster. Moreover, the abundant RNA 
sequencing data indicates that this region of the genome is often 
transcribed in both male and female adults. The next stage of 
the project will include locating a transcription start site and 








• This project was done in collaboration with the Genomics Education 
Partnership.
• Special thanks to Dr. Sarah Justice and the members of my research group 
Kayla Britt, Hailey Chang, Rebecca Hatcher, Sam Nolan, Grace Reynolds, 




A section of the UCSC Genome Browser used, showing the location in the 
genome of D. ananassae, known D. melanogaster genes (red), predicted 
Genscan Genes (brown), and RNA Sequencing data (blue and red graphs).
CG11426
• The goal of this project is to annotate a sequence of 
the genome of the Drosophila ananassae fruit fly 
species
• The genes in this sequence are located on a 
chromosomal region known as the Muller D-element.
• This region is composed mainly of a type of genetic 
material called euchromatin which is loosely packed 
and more heavily expressed as genes than its 
counterpart heterochromatin.
• Annotating these genes will hopefully help us better 
understand how variations between species in heavily 
expressed areas of DNA can still produce viable 
individuals as these mutations are often fatal.
• Comparing the genomes of D. ananassae and D. 
melanogaster will hopefully give us more insight into 
how mutations in euchromatic DNA could affect 
humans.
1. Using the UCSC Genome Browser and Genscan gene 
predictions of the targeted region of the D. ananassae 
genome, I obtained the predicted protein sequence 
based on the sequence of nucleotides. 
2. I then used the Basic Local Alignment Search Tool 
(BLAST) to find the analogous gene in the D. 
melanogaster species.
3. Next, I used the FlyBase Gene Record Finder to find the 
predicted start and end sites as well as any potential 
splice sites and the strand of DNA on which the gene is 
encoded.
4. Finally, I returned to the UCSC browser and examined 
the DNA sequence to determine if the start, end, and 
splice sites that were predicted are feasible. 
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Typical Gene Structure with characteristics of the genes we are trying 
to identify shown.
